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Xylitol is one of non-sugar sweeteners approved for use in foods and other
items, in many countries. It has the same order of sweetness as sucrose
with fewer calories and no unpleasant aftertaste. It is also well-known that
xylitol is an anticariogenic sweetener. These properties make xylitol an
extremely useful food ingredient, but xylitol is about six times the price of
sucrose. Therefore, microbial production of xylitol using hemicellulosic
biomass such as agricultural residues, is attractive for reducing the
manufacturing cost. The hemicellulose hydrolyzates are generally rich in
D-xylose and L-arabinose. Although a large number of microorganisms
producing xylitol from D-xylose have been studied and evaluated their
xylitol production, there are few studies on microbial production of xylitol
from L-arabinose. We have developed a microorganism that can produce
xylitol from L-arabinose at a high yield by transforming a new synthetic
pathway into E. coli.

Microbial production of xylitol from L-arabinose
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An application of capillary electrophoresis mass spectrometry (CE-
MS) for metabolome analysis of Aspergillus oryzae
OYasunobu TERABAYASHI!, Noriko YAMANE!, Motoaki SANO?,
Shinichi OOHASHIZ, Masayuki MACHIDA! :
(AIST; 2KIT)

Key words metabolomics, Aspergillus oryzae, CE-MS, DNA microarray

NI | -El ectronic Library Service



